Objective: To investigate the association between IL-18 polymorphisms and Tuberculosis(TB).
Introduction
Tuberculosis (TB) is currently among the most important global health challenges. A global TB report estimated approximately 8.7 million cases worldwide, most are in Asia and Africa 1 . Approximately one-third of the world's population is thought to be affected by M. tuberculosis, however, a relatively large number of infected individuals exhibit no signs of the disease. Nevertheless, the remaining 10% of infected individuals develop active disease later in life 2 . As we all know, a series of factors lead to the risk of infection and disease progression, including malnutrition, smoking, diabetes, alcohol use, socioeconomic status and environmental pollution 3 . Several studies have focused on the relationship between genetic variations of several genes and susceptibility to TB 4, 5 .
Interleukin-18 (IL-18), first defined as an interferongamma inducing factor (IGIF), is a novel cytokine belonging to the IL-1 family and plays a strategic role in inflammation and immune reactions 6 . IL-18 is primarily produced by macrophages, dendritic cells, keratinocytes, osteoblasts and intestinal epithelial cells
7
. The role of IL-18 has been actively studied in the pathogenesis of many disease,including cancers and digestive diseases 8 . Evidence from previous studies appears to support a significant role of IL-18 in TB infection and anti-tuberculosis immunity 9 . The IL-18 gene is located on chromosome 11q22.2-q22.3, and contains several genetic polymorphisms, especially in the promoter region. The variations in IL-18 gene promoter have an impact on the production and activity of IL-18. IL-18 gene promoter -607C>A (rs1946518) and -137G>C (rs187238) polymorphisms are two of the most common single nucleotide polymorphisms 10 . Cloning and transcriptional analysis showed that these two polymorphisms changed the IL-18 expression levels. However, studies conducted to examine the potential contributions of IL-18 polymorphisms to TB susceptibility have produced contradictory results.
Individual studies based on small sample sizes do not have enough statistical power to detect positive associations, and perhaps more importantly, to prove that there is no association.Thus contradictory published results may only reflect the low statistical power of individual studies. Therefore, we performed a meta-analysis of all the data published so far to establish statistical evidence of the association between IL-18 polymorphisms and the risk of TB.
Materials and methods
Literature search and selection criteria Through the search for Embase, Pubmed, Cochrane Library, the Chinese BiologicalMedical database and the Chinese National Knowledge Infrastructure databases, the following terms were searched up to January 2018: "tuberculosis" OR "TB" in combination with "interleukin" OR "IL" OR "-607C>A" OR "-137G>C" and "polymorphism" OR "variant" OR "gene".References of retrieved articles or/and reviews were also manually screened to obtain additional relevant eligible studies. Data were independently retrieved by 2 investigators (LiBo Zhen and Ya-Ping Sun), and a consensus was reached on all items.
Criteria for inclusion and exclusion
The inclusion criteria were as follows: (1) case-control studies conducted to assess the association between the IL-18 gene polymorphism and the risk of TB;(2)sufficient genotype data presented to calculate the odds ratios (ORs) and 95% confidence intervals (CIs); and (3) the search was not restricted by language and was conducted on human subjects. The exclusion criteria were as follows:(1)abstracts and reviews;(2) genotype frequency not reported; and (3) repeat or overlapping publications.
Data extraction
The following data were abstracted from each study: First author's name, year of publication, country of sample, nationality,number of patients and controls,genotyping of gene polymorphisms,and evidence of Hardy-Weinberg equilibrium (HWE), which are listed in Table 1 .
Statistical analysis
For included articles, the HWE of genotypes in the controls was evaluated using the Pearson chi-squared test. The strength of the association between IL-18 polymorphisms and TB risk was measured by odds ratios (ORs) with 95% confidence intervals (CIs) for homozygote comparison (TT versus CC), heterozygote comparison (CT versus CC),dominant model(TT+CT versus CC) and the recessive model (TT versus CT+CC). The heterogeneity among these studies was checked by the I2 test. I2 > 50% indicated heterogeneity across studies, in which case the random effects model was used for meta-analysis, otherwise the fixed effects model was used. Furthermore,a single study involved in the meta-analysis was deleted each time to reflect the influence of the individual dataset on the pooled ORs.Publication bias was measured using Begg's test and Egger's tests. The STA-TA 12.0 software was performed in our study(Stata Corp, College Station, TX, USA) .
Results
There were 193 related articles in the primary search. Screening was carried out exactly according to the inclusion and exclusion criteria. Abstracts as well as the whole papers were further read carefully and then 188 literatures were excluded. Finally, 5 case-control studies were included [11] [12] [13] [14] [15] . There was a total of 3017 subjects in the 5 case-control studies, including 1293 TB cases and 1724 controls. A detailed flowchart of the research options is shown in Figure 1 . All the literature were the case-control studies of IL-18 polymorphisms and TB susceptibility in Asians. The baseline characteristics of this meta-analysis included in this meta-analysis are summarized in 
Figure 1: The flowchart of the included studies in the meta-analysis;
The main results of meta-analysis of IL-18 -607C>A polymorphism and TB risk are presented in Table 2 .In pooled analysis using data from all 5 studies, no significant association was found between IL-18 -607C>A polymorphism and TB risk(see To explore the sources of heterogeneity, we performed further subgroup analyses by omission of non-HWE studies and the heterogeneity were removed, suggesting that the study deviating from HWE was the main source of heterogeneity in the meta analysis (Table 2) . The main results of meta-analysis of IL-18 -137G>C polymorphism and TB risk are summarized in Table 2.The results of pooling all studies showed that the IL-18 -137G>C polymorphism was not associated with TB susceptibility (see Figure 3 : GG vs CC: OR=1.42,95% CI=0. Begg and Egger's tests were performed to assess the publication bias of included articles (Figure 6-9) .The shapes of the funnel plots in all genetic models revealed no evidence of obvious asymmetry in the allele model, implying that publication bias was low in our meta-analysis (all P > 0.05). 
Discussion
TB is a global public health problem that remains a huge burden throughout the world, although there has been an overall decline in TB incidence and mortality to this date. Accumulating evidence suggests that inflammatory cytokines play an important role in the pathogenesis of TB.
IL-18, belonging to the IL-1 superfamily, is a pleiotropic proinflammatory cytokine, which is involved in the regulation of both innate and acquired immune responses 16 . Concerning the effect of IL-18 polymorphisms on TB, contradictory results have obtained by previous studies. In the present study, we used meta-analysis to more accurately assess the impact of IL-18 SNPs on TB risk.
To assess the role of IL-18 gene polymorphisms in susceptibility to TB, we conducted a meta-analysis of 5 case-control studies, involving 1293 TB cases and 1724 healthy subjects. For the IL-18 -607C>A polymorphism, we found no association between this variant and TB susceptibility in the total population. Significant between-study heterogeneity was found among the three comparison models.Notably, after removing one article that deviated from HWE, the heterogeneity disappeared from stratification analysis.In addition, other factors including design diversity,sample sizes, and measurement errors may lead to heterogeneity. Because of the lack of relevant data,this factor requires further research in the future. For the IL-18 -137G>C polymorphism, no association was observed between the IL-18 -137G>C polymorphism and the risk of TB among all the genetic models.
Limitations
Some limitations of this meta-analysis should be acknowledged. First, this meta-analysis was based on a limited number of studies and the relatively small sample size, may reduce statistical power, especially for sub-group analysis. Second, due to the lack of detailed information such as lacking of subtyping of the TB in individual studies, we could not conduct further sub-group analysis to adjust for these possible confounding factors. Third, we only chose articles published electronically in two databases, and therefore some pertinent articles not included in these databases or unpublished articles with negative results may have been missed. Finally, gene-environment and gene-gene interactions were not considered in this study.
Conclusion
This meta-analysis suggested that there was no association between IL-18 polymorphisms and TB risk in the overall population. Considering the above-mentioned limitations, larger-scale and well-designed articles are required to further validate these findings and investigate an even wider range of associations in the future.
